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Abstract. Several genome duplications have been identified in the evolution of seed plants, providing unique systems
for studying karyological processes promoting diversification and speciation. Knowledge about the number of ribosomal
DNA (rDNA) loci, together with their chromosomal distribution and structure, provides clues about organismal and
molecular evolution at various phylogenetic levels. In this work, we aim to elucidate the evolutionary dynamics of
karyological and rDNA site-number variation in all known taxa of subtribe Vellinae, showing a complex scenario of ances-
tral and more recent polyploid events. Specifically, we aim to infer the ancestral chromosome numbers and patterns of
chromosome number variation, assess patterns of variation of both 45S and 5S rDNA families, trends in site-number
change of rDNA loci within homoploid and polyploid series, and reconstruct the evolutionary history of rDNA site number
using a phylogenetic hypothesis as a framework. The best-fitting model of chromosome number evolution with a high
likelihood score suggests that the Vellinae core showing x ¼ 17 chromosomes arose by duplication events from a recent
x ¼ 8 ancestor. Our survey suggests more complex patterns of polyploid evolution than previously noted for Vellinae.
High polyploidization events (6x, 8x) arose independently in the basal clade Vella castrilensis–V. lucentina, where extant
diploid species are unknown. Reconstruction of ancestral rDNA states in Vellinae supports the inference that the ances-
tral number of loci in the subtribe was two for each multigene family, suggesting that an overall tendency towards a net
loss of 5S rDNA loci occurred during the splitting of Vellinae ancestors from the remaining Brassiceae lineages. A con-
trasting pattern for rDNA site change in both paleopolyploid and neopolyploid species was linked to diversification of
Vellinae lineages. This suggests dynamic and independent changes in rDNA site number during speciation processes
and a significant lack of correlation between 45S and 5S rDNA evolutionary pathways.
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Introduction
Angiosperms have a long and complex history of whole-
genome duplication (WGD) rounds since their origin. Com-
prehensive phylogenomic analyses of sequenced plant
genomes, including molecular dating and phylogenetics,
suggest a paleoploid event in the common ancestor of
extant seed plants (z-WGD) and other in the common
ancestor of extant angiosperms (1-WGD) (Jiao et al.
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2011). In addition, all core eudicots probably shared a hex-
aploidization event (g-WGD) detected to date in asterids
and rosids (Arabidopsis thaliana, Carica papaya, Populus tri-
chocarpa, Cucumis sativus and Vitis vinifera; Amborella
Genome Project 2013).
Moreover, additional and more recent paleopolyploidy
events characterize some plant lineages. This is the case
of Brassicaceae, the mustard family, where two more
polyploidization events (a-WGD and b-WGD) have been
identified in Arabidopsis and are shared with other mem-
bers of the order Brassicales (Bowers et al. 2003). Other
species from tribe Brassiceae have undergone a further
whole-genome triplication since their divergence from
Arabidopsis, an event dated between 13 and 17 Mya
(Town et al. 2006) or perhaps as early as 43 Mya (Beilstein
et al. 2010).
Within Brassicaceae, subsequent WGD events have
occurred in different lineages including the tribe Brassi-
ceae (Warwick and Al-Shehbaz 2006; Franzke et al.
2011). Thus, chromosome numbers as high as 240
have been reported in some genera (Cardamine; Warwick
and Al-Shehbaz 2006), suggesting more complex scen-
arios of genome duplications at shallower evolutionary
levels.
Brassiceae is one of the 25 recognized tribes in the fam-
ily on the basis of morphological and molecular studies
(Al-Shehbaz et al. 2006; Warwick et al. 2010). This tribe
is a monophyletic assemblage including 51 genera
and 240 species, which are consistently distinguished
from the rest of the family by the presence of condupli-
cate cotyledons, transversely segmented fruits, and sim-
ple hairs when present (Warwick and Sauder 2005).
Within Brassiceae, one of the few groups whose mono-
phyly has received strong support is subtribe Vellinae
(Warwick and Sauder 2005). This includes 3 genera (Suc-
cowia, Carrichtera and Vella) that altogether encompass
10 species and 3 additional subspecies (Crespo 1992;
Warwick and Al-Shehbaz 1998; Crespo et al. 2005; Simo´n-
Porcar et al. 2015), which are mainly distributed in the
Western Mediterranean basin (Fig. 1).
Despite the low biodiversity currently found in subtribe
Vellinae, a remarkable karyological diversity has been
reported. Putative low chromosome base numbers are
present in both annual basal genera of the subtribe, Suc-
cowia (x ¼ 9) and Carrichtera (x ¼ 8); in contrast, a higher,
autopomorphic chromosome base number (x ¼ 17) char-
acterizes Vella (Warwick and Al-Shehbaz 2006). Putative
diploid (2n ¼ 34), tetraploid (2n ¼ 68) and hexaploid
(2n ¼ 102) levels have been reported in Vella (Warwick
and Al-Shehbaz 2006). These karyological features made
subtribe Vellinae an adequate case study to address the
fate and evolutionary dynamics of ribosomal DNA (rDNA)
expansion and contraction in a complex scenario of
several WGD events along different time periods of their
evolutionary history.
Genes encoding rDNA are universal key constituents of
the eukaryotic genomes as their products form the back-
bones of the functional cytoplasmic, plastid and mitochon-
drial ribosomes. In contrast with the single or low-copy
number of rDNA genes present in the plastidial and mito-
chondrial genomes, the nuclear genome harbours hun-
dreds to thousands of copies of each ribosomal species
(18S, 5.8S, 25S/26S and 5S) that are usually arranged in dis-
tinct arrays of tandemly repeated units. Nuclear rDNA has
been long regarded as merely involved in the biogenesis of
both ribosomes and nucleolus (Hemleben and Werts 1988;
Shaw and Jordan 1995). Recent evidence has dramatically
changed this perception, suggesting that it plays add-
itional roles in the biology of the cell, acting to preserve
genome stability and trigger ageing (Kobayashi 2008).
Knowledge about the number of rDNA loci, together
with their chromosomal distribution and structure, pro-
vides clues about organismal and molecular evolution at
various phylogenetic levels. In this work, we aim to eluci-
date the evolutionary dynamics of karyological and rDNA
site-number variation in all known taxa of subtribe Velli-
nae. Specifically, we aim to infer the ancestral chromo-
some numbers and patterns of chromosome number
variation, assess patterns of variation of both 45S and 5S
rDNA families, trends in site-number change of rDNA loci
within homoploid and polyploid series and reconstruct
the evolutionary history of rDNA site number using a phylo-
genetic hypothesis as a framework.
Methods
Plant material
Sampling was extensive and covered all 13 taxa included
in subtribe Vellinae (Table 1).
Chromosome preparations
Root tips from seeds germinated in agar plates (2.0 %)
were removed, pretreated with 2 mM 8-hydroxyquinoline
for 2 h at 4 8C, fixed in 3 : 1 ethanol : acetic acid (v : v) and
stored at 220 8C until used. Root tips and flower buds were
washed in 10 mM citrate buffer, pH 4.6, and then macer-
ated in a mixture of 2 % (v/v) cellulase (Calbiochem) in cit-
rate buffer, pH 4.6, and 2 % pectinase (from Aspergillus
niger) in 40 % glycerol in 10 mM citrate buffer, pH 4.6, for
60 min at 37 8C. The meristematic cells were squashed
and air-dried after coverslip removal by the dry-ice method.
In the case of V. lucentina, immature inflorescences were
directly fixed in an ethanol–glacial acetic acid (3 : 1) mix-
ture and stored at 4 8C until required to study the male mei-
otic divisions according to the protocol described above.
AgNO3 staining using silver impregnation was carried out
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on 1–2 day-old chromosome preparations according to the
protocol described in Rosato and Rossello´ (2009).
DNA probe preparation
The clone pTa71, 9 kb EcoRI fragment containing the 18S–
5.8S–26S rDNA genes and the intergenic spacer regions
from Triticum aestivum L. (Gerlach and Bedbrook 1979),
was used as heterologous probe of the 45S rDNA loci.
The pTa794 probe, a cloned 410 bp BamHI fragment of
the 5S rDNA, including the 120 bp gene and the intergenic
spacer isolated from T. aestivum (Gerlach and Dyer 1980),
was used as a heterologous probe for the detection of the
5S rDNA loci. Digoxigenin-11-dUTP and Biotin-16-dUTP
were used to label pTa71 and pTa794, respectively, by
nick translation according to the manufacturer’s protocols
(Roche, Germany). Both clones were used as probe for
in situ hybridization on metaphase chromosome spreads
and interphase nuclei.
In situ hybridization
Fluorescent in situ hybridization (FISH) protocols were
carried out according to Rosato et al. (2008) except for
one additional stringent wash following the hybridization
at 37 8C in 1× saline sodium citrate for 30 min. Chromo-
somes were mounted in Vectashield antifade (Vector
Laboratories) containing 5 mg mL21 of 4’,6-Diamidino-2-
phenylindole (DAPI) as counterstain. Hybridization sig-
nals were analysed using an epifluorescence Olympus
microscope, with appropriate filter set, equipped with
an Olympus Camedia C-2000-Z digital camera. The
images were optimized for best contrast and brightness
by image processing software (Adobe Photoshop v. 7.0).
Figure 1. Geographical distribution of the genus Vella. Chromosome numbers found in this study and inferred ploidy levels are also indicated.
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Chromosome number evolution analysis
In order to infer patterns of cytogenetic evolution in Vel-
linae, our cytogenetic results have been integrated in a
phylogenetic framework. To determine the direction of
chromosomal change, three approaches were followed.
First, the software ChromEvol 2.0 (Mayrose et al. 2010)
was used to infer the chromosome number evolution
model and haploid ancestral chromosome numbers by
maximum likelihood (ML) and Bayesian methods. To
choose the best model among the eight models provided
by the programme, the ‘All-Models’ option was used. The
maximum number of chromosomes was set to two times
the highest number found in the empirical data, and the
minimum number was set to 2. The number of simula-
tions was 10 000 and the one that best fit the data set
was selected under the Akaike information criterion
(AIC). Second, mapping of cytogenetic features onto a
phylogenetic framework was also carried out following
the likelihood reconstruction method in Mesquite version
2.7 (Maddison and Maddison 2009), assigning to each
ancestral node the state that maximizes the probability
of obtaining the observed states in the terminal taxa
under the specified model of evolution (Mk1 model, in
this study). Third, the most parsimonious reconstruction
of the ancestral character states for chromosome num-
ber and number of rDNA sites were estimated using
MacClade version 3.0 (Maddison and Maddison 1992).
The molecular phylogenetic tree to be used as an
evolutionary framework for Vellinae was constructed
from newly generated sequences from V. pseudocytisus
subsp. orcensis, and previously published nuclear riboso-
mal ITS sequences (Crespo et al. 2000, 2005) that were
downloaded from GenBank (Table 1) and aligned with
the sequence editor utility of DAMBE software (Xia and
Xie 2001). Succowia balearica, which was shown to be
basal in Vellinae (Crespo et al. 2000, 2005), was used as
an outgroup. Maximum likelihood analyses were con-
ducted using the ML method implemented in MEGA ver-
sion 5.1 (Tamura et al. 2011; available at http:www.
megasoftware.net) using the best substitution model
for each data set according to BIC and AIC. Initial trees
for the heuristic search were obtained automatically by
applying Neighbor-Join and BioNJ algorithms to a matrix
of pairwise distances estimated using the Maximum
Composite Likelihood approach, followed by the selection
of the topology with the highest likelihood value. The ML
bootstrap values were based on 100 replicates.
Results
Chromosome numbers
Chromosome numbers observed at mitotic metaphase
cells of all species from Vellinae are reported in Table 2.
Chromosome counts vary from 2n ¼ 16 (Carrichtera
annua) to 2n ¼ 136 (V. lucentina). Chromosome numbers
of V. castriliensis (2n ¼ 102) and V. lucentina (2n ¼ 136)
found in this study disagree with previous counts report-
ing lower numbers (Table 2). Our cytogenetic results in
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Table 1. Origin of the samples used in the karyological study and GenBank accession numbers for the rDNA ITS sequences used in the
phylogenetic study. Samples were collected in the field by the authors or received from seed bank accessions (codes are provided).
Species Accession (seed bank code) ITS
Succowia balearica (L.) Medik. Balearic Islands, Mallorca, Felanitx AF263395
Carrichtera annua (L.) DC. Spain, Valencia, San Antonio de Benageber DQ249829
Vella anremerica (Litard. & Maire) Go´mez-Campo Morocco, near Lake Tislit, Imilchil, Er Rachidia AF263387
V. aspera Pers. Spain, Lleida, Candasnos (Genmedoc 1438) AF263394
V. bourgeana (Coss. ex Webb) Warwick & Al-Shehbaz Spain, Almerı´a, Tabernas (BGVA 13269-90) AF263385
V. castrilensis Vivero et al. Spain, Cazorla, Cabrilla Baja AJ841702
V. lucentina M.B. Crespo Spain, Alicante, Mutxamel (CIEF A139J) AF263389
Spain, Alicante, Monforte del Cid (CIEF A139K)
V. mairei Humbert ex Maire Morocco, High Atlas between Agoudal and Tizi-n-Ouano AF263388
V. pseudocytisus L.
subsp. pseudocytisus Spain, Madrid, Aranjuez AF263393
subsp. glabrata Greuter Morocco, between Zeı¨da and Midelt AF263392
subsp. orcensis Vivero et al. Spain, Granada, Puebla de Don Fadrique KT852986
subsp. paui Go´mez-Campo Spain, Teruel, Villel AF263391
V. spinosa Boiss. Spain, Alicante, Sierra Aitana (CIEF A582/A186A) AF263390
4 AoB PLANTS www.aobplants.oxfordjournals.org & The Authors 2015
Rosato et al. — Trends in site-number change of rDNA loci during Vellinae evolution
. . . . . . . . . . . . . . . . . . . . . . . . . . . . . . . . . . . . . . . . . . . . . . . . . . . . . . . . . . . . . . . . . . . . . . . . . . . . . . . . . . . . . . . . . . . . . . . . . . . . . . . . . . . . . . . . . . . . . . . . . . . . . . . . . . . . . . . . . . . . . . . . . . . . . . . . . . . . . . . . . . . . . . . . . . . . . . . . . . . . . . . . . . . . . . . . . . . . . . . . . . . . . . . . . . . . . . . . . . . . . . . . .
Table 2. Karyotypic features of Vellinae. The chromosome number, ploidy level (x), total number of 45S and 5S rDNA loci, maximum number of nucleoli and distribution of 45S and 5S rDNA
loci in each rDNA-bearing chromosomal type are indicated. 1Maire (1967); 2Crespo et al. (2005); 3Crespo (1992); 4Domı´nguez Lozano et al. (2003).
Taxon 2n Ploidy level Deviant chromosome
counts
45S rDNA loci 5S rDNA loci Max. no.
nucleoli
I V VI/VII
Succowia balearica 36 4x 321 2 2 2 – 2 2
Carrichtera annua 16 2x – 2 1 2 – 1 2
Vella anremerica 34 2x – 2 2 2 – 2 2
V. aspera 102 6x – 6 2 – – 2 6
V. bourgeana 34 2x 2 1 2 – 1 2
V. castrilensis 102 6x 682 9 4 3 2 2 7
V. lucentina 136 8x 343 21 8 13 3 5 18
V. mairei 68 4x – 5 4 – – 4 5
V. pseudocytisus
subsp. pseudocytisus 68 4x – 6 3 6 1 2 5
subsp. glabrata 34 2x – 4 1 4 – 1 4
subsp. orcensis 34 2x – 3 2 6 1 1 2
subsp. paui 34 2x 684 2 2 – – 2 2
V. spinosa 34 2x – 1 2 – – 2 1
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V. pseudocytisus subsp. paui agree with one of the two
earlier counts available (2n ¼ 34), but the 2n ¼ 68 cyto-
type could not be verified.
Reconstruction of ancestral chromosome numbers
To describe inferred chromosome evolution in Vellinae,
we focus on the Bayesian inference based on ITS
sequences depicted in Fig. 2. The best supported model
in ChromEvol software infers polyploidization and demi-
polyploidization as main processes in chromosome evolu-
tion occurring at 10 and 3 nodes, respectively (Table 3).
Two single gains in chromosome number were inferred
in Succowia and at the shared ancestor between Carrich-
tera and Vella, while no chromosomal losses were
hypothesized in the model.
Nuclear rDNA loci
Simultaneous FISH localization of the 45S and 5S rDNA mul-
tigene families were assessed for the first time in all Vellinae
taxa (except in C. annua where the number of 45S rDNA loci
were previously known; cf. Ali et al. 2005) and are summar-
ized in Table 2. The variation found in the number of 45S
rDNA loci in subtribe Vellinae was considerable, and ranged
from 2 sites inV. spinosa to 42 sites inV. lucentina (Fig. 3). The
monotypic genera Succowia and Carrichtera showed the
same number of loci (two) despite the fact that the former
is tetraploid and the later diploid (Table 2). Lack of a strict cor-
respondence between ploidy level and number of 45S rDNA
loci was also observed in Vella (Fig. 4, Table 2). The diploids
V. anremerica, V. bourgeana and V. pseudocytisus subsp.
paui showed two 45S rDNA loci, double the number present
in V. spinosa. In contrast, V. pseudocytisus subsp. orcensis
and V. pseudocytisus subsp. glabrata showed three
and four loci, respectively. The tetraploids V. mairei and
V. pseudocytisus subsp. pseudocytisus showed five and
six loci, respectively. Meanwhile, the two hexaploid species
also differed, showing six loci V. aspera and nine loci
V. castrilensis. The octoploid V. lucentina, with 21 loci,
showed the highest number of 45S rDNA loci recorded to
date not only in Vellinae but also in the whole Brassicaceae.
Figure 2. State assignments of 45S and 5S rDNA loci number on the ML tree based on nuclear ribosomal ITS sequence data for Vellinae. Boot-
strap percentages, based on 100 replicate analyses, are shown above nodes. The inferred evolutionary events implying loss or amplification of
rDNA sites and the chromosomal linkage of 45S and 5S rDNA loci are shown. Upward-pointing and downward-pointing arrows indicate locus
gains and locus loss, respectively. Parsimony reconstruction of the ancestral 45S rDNA loci number in the node of the core Vella is four or five. The
red and green bars represent the chromosomal linkage of 5S and 45S rDNA loci, respectively.
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Table 3. Results from the eight models analysed to infer chromosome number evolution in Vellinae under the ChromEvol package (Mayrose et al. 2010). Columns indicate model name (CR,
Constant_Rate; CRD, Constant_Rate_Demi; CRDE, Constant_Rate_Demi_Est; CRND, Constant_Rate_No_Duplication; LR, Linear_Rate; LRD, Linear_Rate_Demi; LRDE, Linear_Rate_Demi_Est;
LRND, Linear_Rate_No_Duplication); LogLiK, logarithmic likelihood; AIC, Akaike information criterion; rate parameters (l, chromosome gains; d, chromosome losses; r, polyploidy; m,
demipolyploidy; l1/d1, gains and losses depending linearly on the current chromosome number); frequency of the four possible event types with a posterior probability (PP) . 0.5; best
haploid chromosome numbers inferred at the root node under Bayesian optimization with the respective PP and under ML.
Model LogLik AIC l d R m l1 d1 Events inferred with PP > 0.5 Chromosome no. at Vellinae root node
Gains Losses Dupl. Demi. Bayes: best n; PP Bayes: second best n; PP ML
CR 253.2 112.6 43.6 48.4 2.2 – – – 263.8 272.2 28.3 0 1; 0.11 2; 0.1 1
CRD 228.6 63.3 0.1 ≪ 0.01 1 1 – – 1.7 0 8.6 4 8; 0.76 4; 0.16 8
CRDE 227.5 63 0.2 ≪ 0.01 1.8 0.6 – – 2.4 0 10.8 3.3 8; 0.6 4; 0.33 8
CRND 276.7 157.4 87.6 80.2 – – – – 518.9 454.9 12.9 0 7; 0.07 8; 0.07 6
LR 249.6 109.4 5.9 ≪ 0.01 2.3 – 1.05 0.3 67.5 93.5 12.7 0 6; 0.13 5; 0.12 4
LRD 228.7 67.3 0 ≪ 0.01 1 1 ≪ 0.01 0.01 1.3 0 8.3 3.9 8; 0.84 4; 0.13 8
LRDE 227.5 67.1 0.1 ≪ 0.01 1.8 0.6 ≪ 0.01 0.004 2.3 0 10.8 3.4 8; 0.6 4; 0.34 8
LRND 256 120.1 67.4 80 – – 2.01 4.24 744.8 601.7 36.6 0 1; 0.18 2; 0.14 1
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Figure 3. Physical mapping of rDNA loci in subtribe Vellinae showing the localization of 45S rDNA (green) and 5S rDNA (red) loci on somatic
chromosomes counterstained with DAPI (blue). (A) Identification of chromosome landmarks (I–VII) bearing 45S and 5S sites found in Vellinae.
(B) Succowia balearica (2n ¼ 36). (C) Vella spinosa (2n ¼ 34). (D) Vella bourgeana (2n ¼ 34). (E) Vella pseudocytisus subsp. paui (2n ¼ 34). (F) Vella
pseudocytisus subsp. glabrata (2n ¼ 34). (G) Vella pseudocytisus subsp. orcensis (2n ¼ 34). (H) Vella pseudocytisus subsp. pseudocytisus
(2n ¼ 68). Decondensed signals belonging to the same 45S rDNA site are linked by white dots. (I) Vella mairei (2n ¼ 68). (J) Vella castrilensis
(2n ¼ 102). (K) Vella lucentina (2n ¼ 136). Scale bar: A ¼ 5 mm; B–K ¼ 10 mm.
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Ag-NOR staining performed in a subset of the sampled
taxa (Table 2) revealed that in diploid and tetraploids, all
45S rDNA loci appear to be active, as the number of sites
equate the maximum number of nucleoli detected in
interphase nuclei. In contrast, silencing of between 33
and 61 % rDNA loci in higher polyploids (hexaploids and
octoploids) was inferred.
The range of variation in 5S rDNA loci number observed
was narrower than that in the 45S multigene family. Thus,
diploids show one or two loci and tetraploid species or
cytotypes, three or four loci. The number of loci in hexa-
ploid and octoploids ranges from two (V. aspera) to eight
(V. lucentina).
The chromosomes of Vellinae are small and showed an
overall similar morphology, precluding the building of
accurate idiograms where the rDNA loci could be mapped.
However, it was possible to describe the rDNA chromo-
somal localization according to the chromosome type
bearing 45S rDNA and 5S rDNA loci. These chromosome
landmarks, numbered I–VIII, were described by Hasterok
et al. (2001, 2006) for understanding the relationship and
the evolution of polyploidy in species of Brassicaceae.
Three landmark chromosomal types showing rDNA
genes were observed in Vellinae (Table 2; Fig. 3A). Type I
includes chromosomes bearing a terminal 45S rDNA site
that is adjacent to the 5S rDNA site on the same arm. The
chromosome type V shows a 5S rDNA site on the short
arm that is located in an interstitial position. Finally, the
chromosome type VI (including type VII) was character-
ized by the presence of a terminal site of 45S rDNA on the
short arm. Chromosome types VI and VII were subsumed
within a single group, as the discriminating features indi-
cated by Hasterok et al. (2001) were considered to be not
reliable. According to these authors, chromosome types
VI and VII were distinguished by the distension or non-
distension of the secondary constriction, respectively.
Chromosome type I showed a restricted distribution
within Vellinae, being absent in Carrichtera and Succowia,
and it was exclusively observed inV. pseudocytisus (subsp.
pseudocytisus and subsp. orcensis), in V. castrilensis and
in the high polyploid V. lucentina (Table 2). In contrast,
type V, VI and VII chromosomes were identified in all
accessions.
Ribosomal DNA changes in a phylogenetic
framework
Changes of 45S rDNA and 5S rDNA loci, and the acquisi-
tion of 45S-5S rDNA collinearity (chromosome type I)
based on ML and parsimony estimates are shown on
the ITS phylogenetic tree shown in Fig. 2. Our phylogen-
etic tree is congruent with phylogenies constructed using
this marker (Crespo et al. 2000; Simo´n-Porcar et al. 2015).
Two 45S rDNA loci were inferred to be basal in Vellinae,
and a single event of rDNA loss was inferred for the
V. spinosa lineage. Bursts of rDNA amplification appeared
independently in all clades after the split of V. bourgeana,
involving both diploid and polyploid lineages. The pattern
of 5S rDNA evolution revealed a contrasting history. 5S
rDNA loci losses from a two-locus ancestral state were
inferred to have occurred independently three times near
the root node: in C. annua, in V. bourgeana and in a single
lineage of V. pseudocytisus (subsp. glabrata). Ribosomal
DNA stasis in 5S loci number was inferred for most internal
nodes, whereas loci gain accompanied high polyploidization
events were inferred in the V. lucentina–V. castrilensis clade,
and independently in the polyploids V. pseudocytisus subsp.
pseudocytisus and V. mairei.
The 45S-5S rDNA linkage apparently appeared before
the split of the V. lucentina–V. castrilensis clade and inde-
pendently in two lineages of V. pseudocytisus (subsp.
pseudocytisus and subsp. orcensis).
Discussion
Chromosome numbers
With the exception of four Vellinae species, chromosome
counts and ploidy levels detected in this study agree with
reports published in previous works (Table 2). Discordant
results were found for the narrowly distributed V. lucentina
(2n ¼ 136), previously reported to have 2n ¼ 34 (Crespo
1992). Our mitotic chromosome counts were verified in
.20 individuals from two accessions, and corroborated by
the additional observation of 68 bivalents at meiotic I pro-
phase meiocytes (data not shown), confirming the sporo-
phytic complement obtained from root tips. Intriguingly,
one of the accessions studied comes from the type locality
where the chromosome number of 2n ¼ 34 was reported
(Crespo 1992). For V. castriliensis, from which a very small
population is known, in this study, we report 2n¼ 102 and
we cannot support the 2n ¼ 68 chromosome number
reported for this species in Crespo et al. (2005).
The reasons for these contrasting ploidy levels may be
biological (e.g. true intraspecific cytotypes, intraindividual
endopolyploidy) or artefactual, linked to poorly preserved
Figure 4. Bivariate plot showing the relationship between the num-
ber of 45S and 5S rDNA loci in diploid and polyploid Vellinae taxa.
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material or erroneous observations. To date, intrapopula-
tional variability regarding chromosome number has not
been reported in Vellinae and we have not found it in this
study either. Since previous cytogenetic results on
V. lucentina and V. castriliensis were not vouched by
micrographs or diagrams (Crespo 1992; Crespo et al.
2005), we cannot consider them as sound evidence of
chromosomal polymorphism in these species and thus
have not been included in our analyses.
Our results on V. pseudocytisus subsp. paui (2n ¼ 34)
agree with the original report of Go´mez-Campo (1981).
Domı´nguez Lozano et al. (2003) erroneously attributed
the count 2n ¼ 68 to this subspecies (F. Domı´nguez
Lozano, pers. comm.), a misunderstanding that was
echoed by Pe´rez-Collazos and Catala´n (2006, 2011).
These latter authors rejected the diploid 2n ¼ 34 count
on the basis that their isozyme data (gene duplication
and fixed heterozygosity) best supported a tetraploid sta-
tus for this subspecies (2n ¼ 68). However, the complex
isozyme profiles detected by Pe´rez-Collazos and Catala´n
(2006, 2011) have also been detected in other putative
diploids from Brassiceae (e.g. Parolinia; Ferna´ndez-
Palacios et al. 2006) and may be due to, and account
for, the several paleoduplication events produced along
Brassicaceae evolution (Ziolkowski et al. 2006; Lysak
et al. 2007).
Our cytogenetic survey suggests more complex pat-
terns of polyploid evolution than previously noted for Vel-
linae, in which V. aspera (2n ¼ 102; 6x) was considered to
be the evolutionary culmination of a single polyploid ser-
ies (2x, 4x and 6x) originated in V. pseudoctysus and
showing a clinal correlation with geography (Fig. 1; Pe´rez-
Collazos and Catala´n 2006, 2011). According to our study,
high polyploidization events (6x, 8x) arose independently
in the more basal clade V. castrilensis–V. lucentina, where
extant diploid species are unknown, and for which ploidy
level and altitude do not appear to be related as previ-
ously suggested (Go´mez-Campo 1981).
The chromosome number found in V. lucentina (2n ¼
136) constitutes the highest number reported for the
tribe Brassiceae, and it is among the highest records
known to date for the whole Brassicaceae family
(together with some Cardamine and Crambe L. species;
Warwick and Al-Shehbaz 2006; Franzke et al. 2011;
Lysak and Koch 2011).
Karyological evolution
Best-fitting model of chromosome number evolution with
a high likelihood score suggests that the Vellinae core
showing x ¼ 17 chromosomes arose by duplication
events from a recent x ¼ 8 ancestor shared by C. annua.
Fine molecular cytogenetic work has determined a puta-
tive Ancestral Karyotype of Brassiceae (n ¼ 8) with 24
conserved genomic blocks (Lysak et al. 2005, 2006;
Schranz et al. 2006), providing compelling evidence of
an ancient hexaploidization event in the tribe, to which
Vellinae belongs. High karyotypic dynamism and genomic
rearrangements leading to (descending) changes in the
chromosome number have been postulated, resulting in
genome diploidization (Lysak et al. 2005).
Mapping of two ancestral cruciferous blocks F and L iden-
tified six copies in a 2n ¼ 68 accession of V. pseudocytisus
s.l. (Lysak et al. 2007; no infraspecific identification was pro-
vided). These observations suggest thatVella species show-
ing 2n¼ 34 did not undergo further polyploid events after
Brassiceae diversification and shared the same paleoploidy
level as the primary hexaploid ancestor of the tribe.
Data based on isozyme number variation in Brassiceae
agree with this view, suggesting that genera showing
n ¼ 14–18 did not arise from polyploidy of the n ¼ 7–13
genomes (Anderson and Warwick 1999).
Thus, results from isozyme number in V. bourgeana,
V. anremerica and V. pseudocytisus (2n ¼ 34 and 2n ¼ 68
cytotypes) strongly support that the x ¼ 17 base chromo-
some number in Vellinae evolved by aneuploidy and/or
chromosome rearrangements rather than allopolyploidy
from x ¼ 8 and x ¼ 9 genomes as suggested earlier on
intuitive grounds (Manton 1932; Go´mez-Campo 1981;
Crespo et al. 2000).
Overall, total evidence from molecular cytogenetics
and isozyme data strongly suggests that ancestral karyo-
type of the core Vellinae was hexaploid and that two
divergent pathways of chromosome evolution were fol-
lowed: (i) homoploid rearrangements leading to a low
chromosome number in Carrichtera and (ii) recurrent
and independent neoploidization events occurring during
the diversification of Vella lineages. Model-based meth-
ods of inferring chromosome evolution contradict the
first hypothesis, although support the highest chromo-
some numbers found in Vella as being derived and not
ancestral, in agreement with the second hypothesis.
The neopolyploid origin of the core Vellinae is supported
only by a likelihood-based method that takes into account
a single parameter (chromosome number) without incorp-
orating solid knowledge on karyological evolution posited
during Brassicaceae evolution. This raises the question
whether firm hypothesis on karyological evolution based
on total evidence, although not resulting from model-based
approaches and therefore statistically not tested, should be
given more credibility than likelihood-based methods per-
formed on evolutionary crude data, as chromosome number
alone. The Brassicaceae, where a wide and solid molecular
and karyological knowledge has been accumulated, could
be an excellent case study to further evaluate the goodness
of fit of modelling chromosome evolution in a highly com-
plex scenario.
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Trends in site-number change of rDNA in Vellinae
Although comparative mapping and genomics in Brassi-
caceae (including tribe Brassiceae) have postulated a uni-
fied syntenic framework for conserved blocks of crucifer
genomes (Schranz et al. 2006), no specific hypothesis
on the ancestral distribution of rDNA loci could be
assumed (Manda´kova´ and Lysak 2008). Thus, claims sup-
porting the hexaploidization event in tribe Brassiceae
(and hence the ancestral state) by the presence of three
45S rDNA loci in some species (Anderson and Warwick
1999) seem unfounded given the frequent mobility of
rDNA sites.
In fact, reconstruction of ancestral rDNA states in Velli-
nae in this study supports the inference that the ancestral
number of loci in the subtribe was two for each multigene
family. This suggests that even if a conservative minimum
number of one loci of 45S and 5S rDNA is estimated to be
present in the ancestor species predating the hexaploidi-
zation event in tribe Brassiceae, an overall tendency
towards a net loss of rDNA loci (perhaps not lineal)
occurred during the splitting of Vellinae ancestors from
the remaining Brassiceae lineages. However, a contrasting
pattern for 45S rDNA and 5S rDNA site change in both
paleopolyploid and neopolyploid species was linked to
diversification of Vellinae lineages, suggesting dynamic
and independent changes in rDNA site number during spe-
ciation processes and a significant lack of correlation
between 45S and 5S rDNA evolutionary pathways.
Thus, only losses of 5S rDNA loci are inferred during
homoploid evolution in Vellinae, but trends for 45S rDNA
changes involved gains and losses of sites. Interestingly,
the number of 5S rDNA loci are always equal or lower than
expected in polyploid taxa, i.e. losses of up to four loci in
V. aspera (6x), two loci in V. castrilensis (6x) and one loci in
V. pseudocytisus (4x) have been inferred (Fig. 2). This
apparently suggests not only the existence of constric-
tions to burst loci amplification in the 5S rDNA multigene
family in polyploids, but also an overall trend to further
reduce their number, at least more frequently than in
the diploid taxa.
The 45S rDNA site change in polyploids tells a different
story, implying loci amplification in four out of six poly-
ploid entities. Specifically, the case of the octoploid
V. lucentina is particularly relevant, as a drastic increase
in 45S rDNA loci number (21 instead of the 8 expected)
was linked to its evolutionary history. Available evidence
from further polyploid complexes in Brassiceae suggests
the predominance of species harbouring labile 45S loci
prone to amplification across chromosomes (Garcia
et al. 2012; Zozomova´-Lihova´ et al. 2014).
To what extent these inferred changes in rDNA site evo-
lution in Vellinae are paralleled in other Brassicaceae
lineages and reflect similar evolutionary trends is not
easy to assess. First, and despite valuable contributions,
knowledge on rDNA site-number variation within the
family is still fragmentary and manifestly incomplete for
most monophyletic lineages to be meaningful (see Ali
et al. 2005; Hasterok et al. 2006 for major contributions).
Second, the most extensive sampling has been focussed
on crop species, where modifications in their rDNA gen-
ome organization may have occurred as a result of
intense artificial selection (e.g. Pedrosa-Harand et al.
2006). Third, and most importantly, available rDNA data
in Brassicaceae have not been discussed against phylo-
genetic inferences, precluding the building of solid
hypotheses about patterns of rDNA site change. Even
so, data obtained for most core genera of the tribe Bras-
siceae (e.g. Brassica, Sinapis, Diplotaxis and Erucastrum)
are difficult to put into evolutionary perspective, as
many of them are manifestly polyphyletic (Warwick and
Sauder 2005), which implies that more data from other
lineages should be gathered.
Conclusions
Our finding that changes in 45S and 5S rDNA sites are
decoupled through Vellinae evolution is intriguing, as an
stoichiometric relationship of mature rRNA copies from
genes of both loci is required for ribosome biogenesis
(Fromont-Racine et al. 2003). The most obvious explan-
ation is that differential patterns of RNA transcription
may exist in the two rDNA families to overcome the pres-
ence of extra copies of rRNA species in the cytoplasm,
where ribosome subunits are assembled (Fromont-Racine
et al. 2003). However, knowledge concerning rDNA copy
number in Vellinae (which is totally absent) should be
gained in order to assess whether changes in rDNA sites
present covariation with rDNA gene number.
Sources of Funding
This research was supported by funds from the
Spanish Ministry of Education and Science (Project
CGL2010-22347-C02-01), the Catalan Government (Con-
solidated Research Group 2009SGR608) and by a Ph.D.
grant from the Spanish Ministry of Education and Science
to J.A.G.
Contributions by the Authors
All authors conceived the idea and sampled accessions.
M.R. collected the cytogenetic data, J.C.M.-S. and J.A.G.
performed the phylogenetic analyses. J.A.R. led the writ-
ing with assistance from the others. All authors edited
manuscript drafts and responded to reviewer comments.
AoB PLANTS www.aobplants.oxfordjournals.org & The Authors 2015 11
Rosato et al. — Trends in site-number change of rDNA loci during Vellinae evolution
Conflict of Interest Statement
None declared.
Acknowledgements
The Andalusian Government and their technicians
C. Rodrı´guez-Hiraldo, L. Gutie´rrez, A. Benavente and
L. Plaza granted permission for the collection of protected
species and provided seed accessions. A. Sa´nchez provided
support during the field work. The seed curators from
BGVA, CIEF and Genmedoc seedbanks generously provided
samples. S. Martı´n, V. Valca´rcel and M. Ferna´ndez-Mazuecos
helped with the phylogenetic analyses. We thank G. Nieto-
Feliner for insightful comments that improved the paper.
Literature Cited
Ali HBM, Lysak MA, Schubert I. 2005. Chromosomal localization of
rDNA in the Brassicaceae. Genome 48:341–346.
Al-Shehbaz IA, Beilstein MA, Kellogg EA. 2006. Systematics and phyl-
ogeny of the Brassicaceae (Cruciferae): an overview. Plant Sys-
tematics and Evolution 259:89–120.
Amborella Genome Project. 2013. The Amborella genome and the
evolution of flowering plants. Science 342:1241089.
Anderson JK, Warwick SI. 1999. Chromosome number evolution in
the tribe Brassiceae (Brassicaceae): evidence from isozyme num-
ber. Plant Systematics and Evolution 215:255–285.
Beilstein MA, Nagalingum NS, Clements MD, Manchester SR,
Mathews S. 2010. Dated molecular phylogenies indicate a Mio-
cene origin for Arabidopsis thaliana. Proceedings of the National
Academy of Sciences of the USA 107:18724–18728.
Bowers JE, Chapman BA, Rong J, Paterson AH. 2003. Unravelling
angiosperm genome evolution by phylogenetic analysis of
chromosomal duplication events. Nature 422:433–438.
Crespo MB. 1992. A new species of Vella L. (Brassicaceae) from the
south-eastern part of the Iberian Peninsula. Botanical Journal
of the Linnean Society 109:369–376.
Crespo MB, Lledo´ MD, Fay MF, Chase MW. 2000. Subtribe Vellinae
(Brassiceae, Brassicaceae): a combined analysis of ITS nrDNA
sequences and morphological data. Annals of Botany 86:53–62.
Crespo MB, Rı´os S, Vivero JL, Prados J, Herna´ndez-Bermejo E,
Lledo´ MD. 2005. A new spineless species of Vella (Brassicaceae)
from the high mountains of south-eastern Spain. Botanical Jour-
nal of the Linnean Society 149:121–128.
Domı´nguez Lozano F, Benito Garzo´n M, Sainz Ollero H, Sa´nchez de
Dios R. 2003. Vella pseudocytisus subsp. paui Go´mez-Campo. In:
Ban˜ares A, Blanca G, Gu¨emes J, Moreno JC, Ortiz S, eds. Atlas y
libro rojo de la flora vascular amenazada de Espan˜a. Madrid:
Direccio´n General de Conservacio´n de la Naturaleza, 872–873.
Ferna´ndez-Palacios O, De Paz JP, Herna´ndez RF, Castells JC. 2006.
Duplicaciones y diversidad gene´tica de Parolinia ornata (Brassica-
ceae: Matthioleae,) endemismo de Gran Canaria, en relacio´n a
dos conge´neres mas restringidos y otros taxones islen˜os y conti-
nentales. Botanica Macaronesica 26:19–54.
Franzke A, Lysak MA, Al-Shehbaz IA, Koch MA, Mummenhoff K. 2011.
Cabbage family affairs: the evolutionary history of Brassicaceae.
Trends in Plant Science 16:108–116.
Fromont-Racine M, Senger B, Saveanu C, Fasiolo F. 2003. Ribosome
assembly in eukaryotes. Gene 313:17–42.
Garcia S, Garnatje T, Kovarˇı´k A. 2012. Plant rDNA database: ribosomal
DNA loci information goes online. Chromosoma 121:389–394.
Gerlach WL, Bedbrook JR. 1979. Cloning and characterization of ribo-
somal RNA genes from wheat and barley. Nucleic Acids Research
7:1869–1885.
Gerlach WL, Dyer TA. 1980. Sequence organization of the repeating
units in the nucleus of wheat which contain 5S rRNA genes.
Nucleic Acids Research 8:4851–4865.
Go´mez-Campo C. 1981. Taxonomic and evolutionary relationships in
the genus Vella L. (Cruciferae). Botanical Journal of the Linnean
Society 82:165–179.
Hasterok R, Jenkins G, Langdon T, Jones RN, Maluszynska J. 2001.
Ribosomal DNA is an effective marker of Brassica chromosomes.
Theoretical and Applied Genetics 103:486–490.
Hasterok R, Wolny E, Hosiawa M, Kowalczyk M, Kulak-Ksiazczyk S,
Ksiazczyk T, Heneen WK, Maluszynska J. 2006. Comparative ana-
lysis of rDNA distribution in chromosomes of various species of
Brassicaceae. Annals of Botany 97:205–216.
Hemleben V, Werts D. 1988. Sequence organization and putative
regulatory elements in the 5S rRNA genes of two higher plants
(Vigna radiata and Matthiola incana). Gene 62:165–169.
Jiao Y, Wickett NJ, Ayyampalayam S, Chanderbali AS, Landherr L,
Ralph PE, Tomsho LP, Hu Y, Liang H, Soltis PS, Soltis DE,
Clifton SW, Schlarbaum SE, Schuster SC, Ma H, Leebens-Mack J,
depamphilis CW. 2011. Ancestral polyploidy in seed plants and
angiosperms. Nature 473:97–100.
Kobayashi T. 2008. A new role of the rDNA and nucleolus in the
nucleus—rDNA instability maintains genome integrity. BioEssays
30:267–272.
Lysak MA, Koch MA. 2011. Phylogeny, genome, and karyotype evolu-
tion of crucifers (Brassicaceae). In: Schmidt R, Bancroft I, eds. Gen-
etics and genomics of the Brassicaceae. New York: Springer, 1–31.
Lysak MA, Koch MA, Pecinka A, Schubert I. 2005. Chromosome tripli-
cation found across the tribe Brassiceae. Genome Research 15:
516–525.
Lysak MA, Berr A, Pecinka A, Schmidt R, Mcbreen K, Schubert I. 2006.
Mechanisms of chromosome number reduction in Arabidopsis
thaliana and related Brassicaceae species. Proceedings of the
National Academy of Sciences of the USA 103:5224–5229.
Lysak MA, Cheung K, Kitschke M, Buresˇ P. 2007. Ancestral chromosomal
blocks are triplicated in Brassiceae species with varying chromo-
some number and genome size. Plant Physiology 145:402–410.
Maddison WP, Maddison DR. 1992. MacClade, analysis of phylogeny
and character evolution. Version 3.0. Sunderland, MA: Sinauer.
Maddison WP, Maddison DR. 2009. Mesquite: a modular system for
evolutionary analysis. Version 2.7. http://mesquiteproject.org
(18 June 2015).
Maire R. 1967. Flore de l’ Afrique du Nord. Vol. XIII. Paris: E´ditions Paul
Lechevalier.
Manda´kova´ T, Lysak MA. 2008. Chromosomal phylogeny and karyo-
type evolution in x ¼ 7 crucifer species (Brassicaceae). The Plant
Cell 20:2559–2570.
Manton I. 1932. Introduction to the general cytology of the Cruci-
ferae. Annals of Botany 46:509–556.
Mayrose I, Barker MS, Otto SP. 2010. Probabilistic models of chromo-
some number evolution and the inference of polyploidy. System-
atic Biology 59:132–144.
12 AoB PLANTS www.aobplants.oxfordjournals.org & The Authors 2015
Rosato et al. — Trends in site-number change of rDNA loci during Vellinae evolution
Pedrosa-Harand A, De Almeida CCS, Mosiolek M, Blair MW,
Schweizer D, Guerra M. 2006. Extensive ribosomal DNA amplifica-
tion during Andean common bean (Phaseolus vulgaris L.) evolu-
tion. Theoretical and Applied Genetics 112:924–933.
Pe´rez-Collazos E, Catala´n P. 2006. Palaeopolyploidy, spatial structure
and conservation genetics of the narrow steppe plant Vella pseu-
docytisus subsp. paui (Vellinae, Cruciferae). Annals of Botany 97:
635–647.
Pe´rez-Collazos E, Catala´n P. 2011. Gene´tica de poblaciones. In: Dom-
ı´nguez Lozano F, Guzma´n Otano D, Moreno Saiz JC, eds. Biologı´a
de la conservacio´n de Vella pseudocytisus subespecie paui, una
planta amenazada de Arago´n. Zaragoza: Consejo de Proteccio´n
de la Naturaleza de Arago´n, 163–185.
Rosato M, Rossello´ JA. 2009. Karyological observations in Medicago
section Dendrotelis (Fabaceae). Folia Geobotanica 44:423–433.
Rosato M, Castro M, Rossello´ JA. 2008. Relationships of the woody
Medicago species (section Dendrotelis) assessed by molecular
cytogenetic analyses. Annals of Botany 102:15–22.
Schranz ME, Lysak MA, Mitchell-Olds T. 2006. The ABC’s of compara-
tive genomics in the Brassicaceae: building blocks of crucifer gen-
omes. Trends in Plant Science 11:535–542.
Shaw PJ, Jordan EG. 1995. The nucleolus. Annual Review of Cell and
Developmental Biology 11:93–121.
Simo´n-Porcar VI, Pe´rez-Collazos E, Catala´n P. 2015. Phylogeny and sys-
tematics of the western Mediterranean Vella pseudocytisus-V. aspera
complex (Brassicaceae). Turkish Journal of Botany 39:472–486.
Tamura K, Peterson D, Peterson N, Stecher G, Nei M, Kumar S. 2011.
MEGA5: molecular evolutionary genetics analysis using max-
imum likelihood, evolutionary distance, and maximum parsi-
mony methods. Molecular Biology and Evolution 28:2731–2739.
Town CD, Cheung F, Maiti R, Crabtree J, Haas BJ, Wortman JR, Hine EE,
Althoff R, Arbogast TS, Tallon LJ, Vigouroux M, Trick M, Bancroft I.
2006. Comparative genomics of Brassica oleracea and Arabidop-
sis thaliana reveal gene loss, fragmentation, and dispersal after
polyploidy. The Plant Cell 18:1348–1359.
Warwick SI, Al-Shehbaz IA. 1998. Generic evaluation of Boleum,
Euzomodendron and Vella (Brassicaceae). Novon 8:321–325.
Warwick SI, Al-Shehbaz IA. 2006. Brassicaceae: chromosome num-
ber index and database on CD-Rom. Plant Systematics and Evolu-
tion 259:237–248.
Warwick SI, Sauder CA. 2005. Phylogeny of tribe Brassiceae (Brassi-
caceae) based on chloroplast restriction site polymorphisms and
nuclear ribosomal internal transcribed spacer and chloroplast
trnL intron sequences. Canadian Journal of Botany 83:467–483.
Warwick SI, Mummenhoff K, Sauder CA, Koch MA, Al-Shehbaz IA.
2010. Closing the gaps: phylogenetic relationships in the Brassi-
caceae based on DNA sequence data of nuclear ribosomal ITS
region. Plant Systematics and Evolution 285:209–232.
Xia X, Xie Z. 2001. DAMBE: software package for data analysis
in molecular biology and evolution. Journal of Heredity 92:
371–373.
Ziolkowski PA, Kaczmarek M, Babula D, Sadowski J. 2006. Genome
evolution in Arabidopsis/Brassica: conservation and divergence
of ancient rearranged segments and their breakpoints. The
Plant Journal 47:63–74.
Zozomova´-Lihova´ J, Manda´kova´ T, Kovarˇı´kova´ A, Mu¨hlhausen A,
Mummenhoff K, Lysak MA, Kovarˇı´k A. 2014. When fathers are
instant losers: homogenization of rDNA loci in recently formed
Cardamine × schulzii trigenomic allopolyploid. New Phytologist
203:1096–1108.
AoB PLANTS www.aobplants.oxfordjournals.org & The Authors 2015 13
Rosato et al. — Trends in site-number change of rDNA loci during Vellinae evolution
